ABSTRACT Here, we report the draft genome sequence of avian Chlamydia abortus genotype G1 strain 15-70d24, isolated from Eurasian teal in Poland. The total genome assembly length is 1,149,382 bp.
10ϫ and a 500-bp length, which yielded 2 contigs. The assembly resulted in scaffold 1 (1,141,702 bp), representing the chromosome, and scaffold 2 (7,680 bp), representing plasmid p70d24. The average read coverages across the chromosome and plasmid were 124ϫ and 140ϫ, respectively. The total genome assembly was 1,149,382 bp long, with a GC content of 39.5%, whereas the N 50 value amounted to 1. Detailed genome properties are presented in Table 1 . Default parameters were used for all software programs, unless otherwise specified.
Data availability. The genome sequence of avian Chlamydia abortus strain 15-70d24 genotype G1 has been deposited at the ENA/GenBank/DDBJ under the accession number LS450958 for the chromosome and LS450959 for the plasmid, whereas raw reads have been deposited under the accession number ERS2484026 as a part of BioProject number PRJEB26715.
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